Legends of Supplementary Tables
1680 genes that were constantly demethylated by both sh-Dnmt1 and Tet1 (related to Fig. 1) As title.
Supplementary Table S2
Gene methylation and chromatin accessibility (related to Fig. 4) Gene methylation was calculated by averaging the methylation levels of detected CpG sites around TSS (-1.5~+2.0kb). Chromatin accessibility was calculated by determining the average reading of ATAC-seq around TSS (-1.5~+0.2kb). Table S3 698 Genes with particular methylation levels and CpG densities (related to Fig. 
Supplementary

5)
As title. Table S4 606 Genes whose expression were reversed by Tet1 and Vc (related to Fig. 6) As title. Table S5 
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